. Protein species identified in extracts of Arabidopsis flowers. Proteins exhibiting significant and ≥ 2-fold relative abundance changes when compared to the control and with significant homologies to proteins present in databases (using MALDI MS/MS and MASCOT, described in detail in Table P1) A) Score scatter plot of PLS vector 1 (v1) vs. PLS vector 2 (v2) of all identified protein species in WT (dark green circles), WT++ (light green circles), atfer1-3-4 (dark red circles) and atfer1-3-4++ (light red circles). B) Score scatter plot of PLS vector 1 (v1) vs. PLS vector 2 (v2) of all detected metabolites (identified ones plus unknowns) in WT (dark green circles), WT++ (light green circles), atfer1-3-4 (dark red circles) and atfer1-3-4++ (light red circles). C) Score scatter plot of PLS vector 1 (v1) vs. PLS vector 2 (v2) of all detected metabolites (identified ones plus unknowns) in atfer1-3-4 (dark red circles) and atfer1-3-4++ (light red circles). In all cases the percentage of variability explained by each vector is indicated in parenthesis in the corresponding axes.
Table S1. Verification of DNA microarray data by quantitative RT-PCR To verify transcriptomic data, differential expression of several genes from Tables 1, 2, and 3 was analysed by quantitative real-time RT-PCR on samples used for microarray analysis. qRT PCR was performed on n=3 replicates per treatment on atfer1-3-4 mutants and wild type, although statistical analysis and hierarchical clustering of microarrays resulted in exclusion of one replicate each. The fold change of the transcript content for each comparison (n=2-3 ± SD) is given. For significance analysis the signals in n=3 samples were compared by a student's T-test (exception: n=2 for RPS16, CYP82C2, IAA31, in atfer1-3-4 and for GDH3 in atfer1-3-4++. Green background indicates significant changes (p < 0.05) with identical regulation as determined by microarray analysis. Red background indicates non-significant differences and for IAA31 in atfer1-3-4++ vs. WT, a regulation which is contradictory to microarrays. S5 : Genes significantly regulated in all five comparisons of atfer1-3-4 mutants versus Col-0 wild type (WT) under Fe-sufficient and Fe-excess (++) conditions. The 276 genes are classified into functional categories. The fold change of the transcript content is given for each comparison. The AGI codes, ATH-1 Affymetrix GeneChip identifier, Mapman bincodes, names, and annotated functions (TAIR 9.0) are listed. Genes that were also regulated in flowers of PIC1 overexpressors (Duy et al., 2011) Table S8 : Metabolite X-weights in the Partial Least Square (PLS) analysis of Arabidopsis flowers shown in Figure S2B . The X-weight values indicate the relative weight of each metabolite in the explanation of the discrimination between the four classes (WT, WT++, !   Table S9 . Metabolite X-weights in the Partial Least Square (PLS) analysis of atfer1-3-4 flowers shown in Figure S2C . The X-weight values indicate the relative weight of each metabolite in the explanation of the discrimination between the atfer1-3-4 and the atfer1-3-4++ classes. ! Positive X-weight value Negative X-weight value 
